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Bcap73 localizes to the forefront of endothelial c ells migrating in response to injury. 



Figure 2 




Bcap73 purification by ion-exchange chromatography. 
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Figure 4-1 

cagtgttgag gcggcaggat gtagagtgct gttcaagctt tccagtggag tccccgaaaa 60 
gggaaggcag agaaagacat cttctaaata acaaatagga ggagttacag tacctgactt 120 
ggggctgctc ttaatcaagt gctgccgctg caaggaagat aattttcaag cgttatgaag 180 
gcggagaagg attccgaaga cgaagaaaat atccttagag atccaagcta agtgtagtgc 24 0 
agcatgaaga ttgcagaaca ggaagagttc taagaagaag gactgagtca ctagttagga 300 
gtctctctga gggctggctt tgtgagccac agtgatttgt aacttaatgc gaactaattt 360 
gctgttagca acaagaaact aaatcctgtc t atg atg age tgt tgg ttt tot 

1 • 5 

tat act cct aag aac aga caa gca gca gat tgg aac aaa tac gat gac 
Cys Ala pro Lys Asn A^g Gin Ala Ala Asp Trp Asn Lys Tyr Asp Asp 
10 15 20 

caa ttq atg aga gca gca gaa agg gga gat gta gaa aaa gtg tec tea 
Sg Leu Me? Arg lla Ila Glu Arg Gly Asp Val Glu Lys Val Ser Ser 



25 30 35 



ate ctt get aaa aag gga gtc aat eca ggc aag eta gat gta gaa gge 
He Leu Ala Lys Lys Gly Val Asn Pro Gly Lys Leu Asp Val Glu Gly 
40 45 50 



aaa tct qec ttt eat gtt gtg gee tea aag gga aat ctt gag tgt ttg 
A?g ser III Phe His ^al Val Ala Ser Lys Gly Asn Leu Glu Cys Leu 



ace ate etc ata cat gga gtt gat att aca ace agt gac ace gca 
Asn 111 111 Leu He His Sy Val Asp He Thr Thr Ser Asp Thr Ala 
75 80 85 

= nrt Ctt cac etq get gca aag tat ggg cat gea ctg tgt 

^fy Afg Tsl 111 Leu 5L LeS La La Lys Tyr Gly His Ala Leu Cys 
90 95 100 

r^ta caa aaa ctt eta cag tae aat tgt cce act gaa cat gta gac ctg 
Leu Gin Tys Leu Leu Gin Tyr Asn Cys Pro Thr Glu His Val Asp Leu 

115 



105 



110 



caq qqa aga act gca ctt cat gat gca get atg gca gac tgt cct tct 
G^n G?y Arg Thr Ala Leu His Asp Ala Ala Met Ala Asp Cys Pro Ser 



120 125 

aac ata caq ctg etc tgc gac cat ggg gcc teg gtg aat gcc aaa gat 

ser fie G^n Leu Leu Cys Asp His Gly Ala Ser Val Asn Ala Lys Asp 

140 145 -L^^ 



412 



460 



508 



556 



604 



652 



700 



748 



796 



844 



Figure 4-2 

qta qat ggg egg aca cca ctt gtt ctg get acc cag atg tgt agg cca 

Val Asp Gly Arg Thr Pro Leu Val Leu Ala Thr Gin Met Cys Arg Pro 
155 160 165 

aca ata tgt caa ctg ctg ata gat aga ggg gcg gat att aat tec aga 
Thr He Cys Gin Leu Leu He Asp Arg Gly Ala Asp He Asn Ser Arg 
170 175 180 

qac aaa caa aac agg act get etc atg eta gga tgc gag tat ggt tgc 
Asp Lys Gin Asn Arg Thr Ala Leu Met Leu Gly Cys Glu Tyr Gly Cys 
185 190 195 

aaa gat gca gta gaa gtc tta ate aaa aac ggc get gac gtg acc ttg 
Lvs Asp Ala val Glu Val Leu He Lys Asn Gly Ala Asp Val Thr Leu 
200 205 210 215 

ctg gac gee ctt ggc cat gac agt tet tae tat gca aga att ggt gac 
Leu Asp Ala Leu Gly His Asp Ser Ser Tyr Tyr Ala Arg He Gly Asp 



220 



225 230 



aat ctg gae att eta acc tta ctg aag act gca tea gaa aat tec aac 
Asn Leu Asp He Leu Thr Leu Leu Lys Thr Ala Ser Glu Asn Ser Asn 



235 



240 245 



aaa ggg aga gaa ctt tgg aag aaa gga cca tet tta caa cag cga aat 
Lys Gly Arg Glu Leu Trp Lys Lys Gly Pro Ser Leu Gin Gin Arg Asn 



250 



255 260 



ttg tet cag atg eta gat gaa gta aat acg aag tea aat cag agg gag 
Leu Ser Gin Met Leu Asp Glu Val Asn Thr Lys Ser Asn Gin Arg Glu 



265 



270 275 



cat caa aac att cag gat ctg gag att gaa aat gaa gat ctg aaa gag 
His Gin Asn He Gin Asp Leu Glu He Glu Asn Glu Asp Leu Lys Glu 
280 285 



290 295 



aga ttg aga aaa att cag caa gaa cag aga ata tta ttg gat aaa gtc 
Arq Leu Arg Lys He Gin Gin Glu Gin Arg He Leu Leu Asp Lys Val 
300 305 310 

aat ggt tta cag eta cag ctg aat gag gaa gta atg gtg get gat gat 
Asn Gly Leu Gin Leu Gin Leu Asn Glu Glu Val Met Val Ala Asp Asp 



315 



320 325 



ctg gaa agt gag aaa gaa aag ctg aag tee ctt ttg gca gee aaa gaa 
Leu Glu Ser Glu Lys Glu Lys Leu Lys Ser Leu Leu Ala Ala Lys Glu 
330 335 340 

aag cag cat gaa gaa age eta aga act att gag get ctg aaa agt aga 
Lys Gin His Glu Glu Ser Leu Arg Thr He Glu Ala Leu Lys Ser Arg 
345 350 355 



892 
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988 



1036 
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1132 



1180 
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Figure 4-3 

ttt aaq tat ttt gag agt gat cat tta gga tea gga agt cat ttc agg 

Phe Lys Tyr Phe Glu Ser Asp His Leu Gly Ser Gly Ser Hxs Phe Arg 
360 365 370 

aaa qaa gat atg ctt ctt aaa caa ggt caa atg tac atg aca gac tea 

aaa gaa ydu ciuy ^ ^ r-i.. t^v- Mc^f- Thr- Aso Ser 

Leu 
380 



;:iPiPi aaa aat atq ctt: cri: aaa udd yy>- ---- „ 

lys g!u 1% Met Leu Leu Lys Gin Gly Gin Met Tyr Met Thr Asp Ser 



cag tgt act tec aca ggc atg cca gtc cat atg caa age cga tct atg 
Gin Cys Thr Ser Thr Gly Met Pro Val His Met Gin Ser Arg Ser Met 
395 400 405 

tta aaa cca ctg gag eta gcc tta cct aat caa gcc tea tat teg gaa 
Leu ITg Pro ^eu Ilu Leu Sla Leu Pro Asn Gin Ala Ser Tyr Ser Glu 
410 415 420 

aac gaa att tta aag aaa gaa tta gaa gca atg aga act ttc tgt gat 
Asn Glu lie Leu Lys Lys Glu Leu Glu Ala Met Arg Thr Phe Cys Asp 
425 430 435 

tea gca aaa caa gac aga etc aaa etc caa aat gaa ctg get cac aag 
ser Ala Lys Gin Asp Arg Leu Lys Leu Gin Asn Glu Leu Ala His Lys 
440 445 450 

gtg geg gag tgc aag gcc tta gca ttg gaa tgt gaa agg gtg aaa gag 
fal 111 Glu cys Lys Ala Leu Ala Leu Glu Cys Glu Arg Val Lys Glu 
460 465 

gat tea gat gag cag ata aag caa eta gaa gat gee ttg aaa .gac gtg 
ASP Ser Asp Glu Gin He Lys Gin Leu Glu Asp Ala Leu Lys Asp Val 
475 480 485 

cag aag aga atg tat gag teg gaa ggt aaa gtg aaa caa atg cag aea 
Gin Lys Arg Met Tyr Glu Ser Glu Gly Lys Val Lys Gin Met Gin Thr 
490 495 500 



eat ttt ctt gee ttg aaa gag eae ctg aea agt gat geg gee act ggg 
His Phe Leu Ala Leu Lys Glu His Leu Thr Ser Asp Ala Ala Thr Gly 
505 510 515 

agg ctg atg gag gaa ctg aag gat eag ttg aaa gac atg aaa 



aac cac 
Asn 
520 



Asn His Arg Leu Met Glu Glu Leu Lys Asp Gin Leu Lys Asp Met Lys 

525 ^30 



gtg aaa tac gaa ggt geg tec gca gaa gtg ggg aaa ttg aga aac caa 
val Lys Tyr Glu Gly Ala Ser Ala Glu Val Gly Lys Leu Arg Asn Gin 
540 545 

ate aaa caa aat gaa atg tta gtt gaa gag ttt aag aga gat gag ggc 
He Lys Gin Asn Glu Met Leu Val Glu Glu Phe Lys Arg Asp Glu Gly 
555 560 565 



1516 



1564 



1612 



1660 



1708 
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Figure 4-4 

aaa ctq atg gaa gag aat aag cga ctg cag aag gag ttg age atg tgt 
Lys Leu Me^ Glu Glu Asn Lys Arg Leu Gin Lys Glu Leu Ser Met Cys 
570 575 580 

gaa ctg gag cga gag aag aga gga agg aag etc act gag atg gaa ggc 
Glu Leu Glu Arg Glu Lys Arg Gly Arg Lys Leu Thr Glu Met Glu Gly 
585 590 595 

cag tta aag gac ttg tea gcc aag ctg gcc ctt tct att cca gca gag 
Gin Leu Lys Asp Leu Ser Ala Lys Leu Ala Leu Ser He Pro Ala Glu 
600 605 610 t>i^ 

aaa ttt gaa aac atg aag age ttg tta tea aat gaa ctg aac gag aag 
Lys Phe Glu Asn Met Lys Ser Leu Leu Ser Asn Glu Leu Asn Glu Lys 
^ 625 630 



620 



gca aaa aaa tta ata gat gtg gaa aga gaa tat gaa aga tea ctt aat 
Ala Lys Lys Leu He Asp Val Glu Arg Glu Tyr Glu Arg Ser Leu Asn 

^ ' ^ 64 5 



635 640 



gaa act aga cca tta aag aga gaa ctt gag aat ttg aag gcc aaa ctg 
Glu Thr Arg Pro Leu Lys Arg Glu Leu Glu Asn Leu Lys Ala Lys Leu 



650 



655 660 



get cag eac gtc aaa cca gag gaa eat gag cag etc aag age aga tta 
Ala Gin His Val Lys Pro Glu Glu His Glu Gin Leu Lys Ser Arg Leu 



665 



670 675 



gag cag aag tea gga gaa ctt ggg aag agg ate act gag tta aca teg 
Til Gin Lys Ser Gly Glu Leu Gly Lys Arg He Thr Glu Leu Thr Ser 

685 690 



hi 

aaa aat cag aeg tta caa aag gaa ate gaa aag gtc tge ctg gat aat 
C5 Lys Asn Gin Thr Leu Gin Lys Glu He Glu Lys Val Cys Leu Asp Asn 

1% 700 



705 "710 



aag etc ctt aca caa caa gta aat aac tta aca act gaa atg aaa aat 
Lys Leu Leu Thr Gin Gin Val Asn Asn Leu Thr Thr Glu Met Lys Asn 
715 720 725 

cat tac gtc cet tta aaa gta agt gaa gaa atg aaa aag tea cat gat 
His Tyr Val Pro Leu Lys Val Ser Glu Glu Met Lys Lys Ser His Asp 
730- 735 740 

gta att gtt gat gat ttg aat aaa aag ctt tea gat gtg aca cac aaa 
val He val Asp Asp Leu Asn Lys Lys Leu Ser Asp Val Thr His Lys 



745 



750 755 



tat aca gaa aag aag ttg gaa atg gag aag ttg ctt atg gaa aat gcc 
Tyr Thr Glu Lys Lys Leu Glu Met Glu Lys Leu Leu Met Glu Asn Ala 
760 765 770 7/5 



2140 



2188 
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Figure 4-5 

aqt tta agt aaa aat gtc age cgc ctg gaa act gtg ttc ata cct ccc 

sir leu sir Lys Asn Val Ser Arg Leu Glu Thr Val Phe He Pro Pro 

780 785 790 

gag aga cac gaa aaa gaa atg atg get ctg aaa tee aat ate aet gaa 

Glu Arg His Glu Lys Glu Met Met Ala Leu Lys Ser Asn He Thr Glu 
795 800 



805 



ctt aaa aag cag etg tct gaa ett aat aaa aaa tgt ggt gaa gac caa 
Leu Lys Lys Gin Leu Ser Glu Leu Asn Lys Lys Cys Gly Glu Asp Gin 
810 815 820 

gag aaa ata tat tea ete atg tet gaa aae aat gat ttg aaa aag ace 
111 Lys He Tyr Ser Leu Met Ser Glu Asn Asn Asp Leu Lys Lys Thr 
825 830 835 

atg agt eat eag tat gtg ece gtg aaa aec cat gaa gag att aaa act 
Met Ser His Gin Tyr Val Pro Val Lys Thr His Glu Glu He Lys Thr 
840 845 850 

qcc ttg agt age aca ttg gat aaa aec aat aga gaa tta gta gat gtg 
ITa Leu ser Ser Thr Leu Asp Lys Thr Asn Arg Glu Leu Val Asp Val 
860 865 870 

aaq aaq aag tgt gaa gat ata aat caa gaa ttt gtg aaa ata aaa gat 
Lys Tyl Lys Cys Glu Lp He Asn Gin Glu Phe Val Lys He Lys Asp 

^ RftO Obb 



gag aae gaa ata tta aaa aga aat ctg gag aae act eag aae caa gta 
Til Asn Glu He Leu Lys Arg Asn Leu Glu Asn Thr Gin Asn Gin Val 
890 895 



900 



eta agg aag age atg aag aag gtc eag gae aae age get gaa ata ctg 
Leu Arg Lys Ser Met Lys Lys Val Gin Asp Asn Ser Ala Glu He Leu 
920 925 930 

get aag tac aaa aaa age cag gag gag att gtc ace etg cat gag gag 
A^a LyI Tyr Lys Lys Ser Gin Glu Glu He Val Thr Leu Hrs Glu Glu 
940 945 ^=>^ 

att gea gee cag aag aga gaa etc gae acg ata cag gaa tgc ate aag 
He La Ala Gin Lys Arg Glu Leu Asp Thr He Gin Glu Cys He Lys 

y DO 



955 



960 



eta aaa tat get ccg ate ate age ttg gaa gag tgt gag aga aaa ttt 
Leu Lys Tyr Ala Pro He He Ser Leu Glu Glu Cys Glu Arg Lys Phe 



2764 



2812 



2860 



2908 



2956 



3004 



3052 



3100 



aaa get gag tac ate age eta aga gag eat gaa gaa aag atg agt gge 3148 
CO Lys Ala Glu Tyr He Ser Leu Arg Glu His Glu Glu Lys Met Ser Gly 

C3 905 910 915 
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3244 



3292 



3340 



970 



975 



Figure 4-6 

aaa gcc act gag aaa gaa eta aaa gaa cag eta tec cag cag aca cag 
Lvs Ala Thr Glu Lys Glu Leu Lys Glu Gin Leu Ser Gin Gin Thr Gin 
985 990 995 

aag tat aat acc agt gaa gaa gag gcc aag aag tgc aag caa gag aat 
Lvs Tyr Asn Thr Ser Glu Glu Glu Ala Lys Lys Cys Lys Gin Glu Asn 
1000 1005 1010 1015 

qac aag tta aag aag gag ate etc act ctt cag aag gat eta aag gat 
Asp Lys Leu Lys Lys Glu He Leu Thr Leu Gin Lys Asp Leu Lys Asp 
1020 1025 1030 

aag aat gtt cae att gag aat tct tat gaa aca gaa aga gca tta age 
Lvs Asn Val His He Glu Asn Ser Tyr Glu Thr Glu Arg Ala Leu Ser 
1035 1040 1045 

aga aaa aca gaa gag etg aae aga cag tta aaa gac etg ttg cag aaa 
Arg Lys Thr Glu Glu Leu Asn Arg Gin Leu Lys Asp Leu Leu Gin Lys 



1050 



1055 1060 



tac aca gag gca aag aag gag aaa gag aag etc gtg gag gaa aat gcc 
Tyr Thr Glu Ala Lys Lys Glu Lys Glu Lys Leu Val Glu Glu Asn Ala 



1065 



1070 1075 



aag cag act tct gag ate ctt gca gca caa act ctt ttg cag aag cag 
Lys Gin Thr Ser Glu He Leu Ala Ala Gin Thr Leu Leu Gin Lys Gin 
1080 1085 1090 1095 

cat gtt ccg etg gag cag gtt gag tec etg aaa aaa tct ctt agt ggt 
His Val Pro Leu Glu Gin Val Glu Ser Leu Lys Lys Ser L^u^ Ser Gly 



1100 



1105 1110 



aca 
Thr 



ate gag aca etc aag gaa gaa etg aaa act aag cag aga tgt tat 
He Glu Thr Leu Lys Glu Glu Leu Lys Thr Lys Gin Arg Cys Tyr 

1120 1125 



1115 



gag aaa gag cag cag aca gtg acc caa etg egg cag atg etg gag aat 
Glu Lys Glu Gin Gin Thr Val Thr Gin Leu Arg Gin Met Leu Glu Asn 



1130 



1135 1140 



g aag aae tec tct gtg ccc etg get gag eat ttg cag gtt aag gaa 
n Lys Asn Ser Ser Val Pro Leu Ala Glu His Leu Gin Val Lys Glu 

1150 1155 



ea 

Gin Ly 
1145 



gca ttt gag aaa gaa gtt gga ate ata aaa get age ttg aga gaa aag 
Ala Phe Glu Lys Glu Val Gly He He Lys Ala Ser Leu Arg Glu Lys 
1160 1165 1170 1175 

gaa gaa gaa age caa aae aaa act gaa gag gte tec aaa etc cag tct 
Glu Glu Glu Ser Gin Asn Lys Thr Glu Glu Val Ser Lys Leu Gin Ser 
1180 1185 1190 



3388 
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Figure 4-7 

gag att cag aat act aaa caa gcg tta aaa aaa tta gag act egg gag 

Glu lie Gin Asn Thr Lys Gin Ala Leu Lys Lys Leu Glu Thr Arg Glu 
1195 1200 1205 

gtg gtt gat ttg teg aaa tat aaa gca acg aaa age gat ttg gag aca 
Val Val Asp Leu Ser Lys Tyr Lys Ala Thr Lys Ser Asp Leu Glu Thr 
1210 1215 1220 

cag att tec gac tta aac gaa aaa ttg gee aat ctg aat agg aag tat 
Gin He Ser Asp Leu Asn Glu Lys Leu Ala Asn Leu Asn Arg Lys Tyr 



1225 



1230 1235 



gag gaa gta tgt gag gag gtt ttg cat gee aaa aag aag gaa ctg tct 
Glu Glu Val Cys Glu Glu Val Leu His Ala Lys Lys Lys Glu Leu Ser 
1240 1245 1250 1255 

get aaa gat gag aag gaa ttg etc cat ttc age ata gag caa gaa ate 
Ala Lys Asp Glu Lys Glu Leu Leu His Phe Ser He Glu Gin Glu He 
1260 1265 1270 

aaa gat cag cag gaa ega tgt gac aaa tec tta aca ace ate acg gag 
Lys Asp Gin Gin Glu Arg Cys Asp Lys Ser Leu Thr Thr He Thr Glu 
1275 1280 1285 

eta cag aga aga ata cag gaa tct gee aaa caa ate gaa gca aaa gat 
Leu Gin Arg Arg He Gin Glu Ser Ala Lys Gin He Glu Ala Lys Asp 
1290 1295 1300 



aat aag ata act gaa ctg etc aat gat gtg gag aga tta aaa cag gee 
Asn Lys He Thr Glu Leu Leu Asn Asp Val Glu Arg Leu Lys Gin Ala 
1305 1310 1315 



etc aat gge ctt tec cag etc ace tat gga agt ggg agt cec age aag 
S3 Leu Asn Gly Leu Ser Gin Leu Thr Tyr Gly Ser Gly Ser Pro Ser Lys 

S3 1320 1325 1330 1335 

agg cag agt cag ctg att gac age ctg cag cag cag gtc agg tec ctg 
Arq Gin Ser Gin Leu He Asp Ser Leu Gin Gin Gin Val Arg Ser Leu 
1340 1345 1350 

cag cag cag ctg gcg gat gee gac aga cag eac caa gaa gta att gca 
Gin Gin Gin Leu Ala Asp Ala Asp Arg Gin His Gin Glu Val He Ala 
1355 1360 1365 

att tat egg aca eac ctt ctt agt get gca cag ggt eac atg gat gag 
He Tyr Arg Thr His Leu Leu Ser Ala Ala Gin Gly His Met Asp Glu 
1370 1375 1380 

gat gtg cag gee gee tta ctg cag ate ata cag atg egg cag ggg etc 
Asp Val Gin Ala Ala Leu Leu Gin He He Gin Met Arg Gin Gly Leu 
1385 1390 1395 
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Figure 4-8 

gtg tgc tagtcggcac cccccagccc acagtggctt tccctgctgg tgctgagcat 4 64 4 

Val Cys 

1400 

tctgtgcgca acttcatggc ctttctgggc ctcgctgtgc tagtataatt aaaataaagt 4704 

4736 

gtattttgat ccatcaaaaa aaaaaaaaaa aa 



Figure 5 
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Bca p73 mRNA is expressed in various human tissues 



Figure 6 
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Overexpression 
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Figure 8 




Query 418 tcctaagaacaga 

Ml IIIMII" 

Sbjct: 72 tcccaagaaca 



417 
71 
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597 
251 



Figure 9-1 

Sequence Alignmen, of bcap73 cDNA against Canine fami.iaris n,RNA for C3VS pro.ein 

(GenBank accession X99145) 

Query=pCAP7 3 
Sbjct=C3VS 

Sbjct : 12 liiliUcUgiiiicUiialcaaatcctgtctatgatgaactgttggttttcttgtgc 

...caagcagcagattggaacaaatacgatgaccgattgat^ 

Mil I 1 I M I I I I M 1 M I I I I M 1 M 1 11 M M M M M IN M 
,g.i«gcagi.g.ttgg.ac..aMtg.tgaccg.ttgatg.aag==gc 

Ouary : 47S «a.agggg.g.tg„g,....gtgt«tc..t« 

Sbi =. , 132 gU9U9g9i9iii,Uglia,agt«=ctca.tc«tgct.aa.aggg=.tcaatoc.gg 
3,j« , x« iiLillUU™iUiiiUiiitcc.tg»g.ggcctca..gggg.a.cttga 
SWct: 2.. amimmUili«tiiiiiUg.g«ga.a„ac,ac=agtg.=.=tg=.ggaag 311 
S.3«, 312 ,imiUiUii«ggiUiaiUiltggg=atg<=a.tg.gtctacaaaaa«tcta=. 3,1 
S.J«, 3,2 UliiiiUiiiiiiiiii»U=UiiiUiUaagaac=g=a«tcatgacgcag= 431 
S^J.., 432 aiigUUiiU'i'"==«c»""3Ctg=tt.gtg,ccatggggcc.ccgtgaatg= 4S1 

4,2 iiiUmigUUggiiUiiii.-.^"=««"«"-"'«"— 



Figure 9-2 



1017 



Sbjct, 672 tg5tg«Ut9i.«icU«l^.tg==«gc,gc=atgatagt«tt.c«teoaaga,t ,31 
S.,ct, ,3. UimiiiimUiiUiiiIitiiitmUict.c,t=a.aaaa..cc.ac,a.33 -1 



3.,. „3 »3i 

l-s -.a,»aa.a=..a..caa..c...^^^ 
Sbjct, »S2 m;giUil3tUUiiiigiiUa9g9ag<=at=gaaacattc.ggagc„g.gattg. .11 

Sbict. 1032 lUmUiisiilUiUiUtctcttt„g.gg=ta,aga,aagcaacatgaag,aag lOSX 
Query 1.36 cct.agaactattg.ggctctgaaaagt.gatttaagtattttgag 1483 

° INI mil M II I nil I Mill iiiiiiiii 

s^jct. 10,2 i«iigliiiltigi,g<.««gaaaaa=agatttaaacattttgag 113, 



Figure 9-3 



Sbict: 1136 UillUiULilUg9Ui=U-"<="9=...3<=.99t=t.tgt«.s,.c=.ctg3 1155 



1685 



Sbjct, 1316 UUgli-U9U9«gUUia..g..tt.gg.ct.ga..gtgaac<,c.tc.ag3agg 13,B 

Sbict, 1376 Li«gimgilU»iUii9tiagaagacg=..tg.„gatg.g=ag.ag,gaatgt 1435 
«... 1,66 . g.,gg..aag.3a.„.aa^ 

Sbjct: 1436 atgagtcggaaggtaaagtaaaacaaatgcagacacactttcttgccccc g 
Sbjct, 1496 m«i9igi.lUit«agggUt<=.c.gact..tg3aggagctgaageat=agttga 1555 
SMct: 1556 iggiimiiig=giiai.tgigggtg=.ccagcaga.gtg,g..aa=tg=g,a.ccaaa 1615 
Sbjct, 1616 iilllilli«glgc;gcil9iagaacagtttaggagagatg.aggcaagctggtgg,ag 16,5 
Sbjct, 16,6 miliiiigitmiglUg"cLUtiigtgtgaaacggagcgagacaaga.agg.a 1,35 



Figure 9-4 



Sbjct: 1796 ttccaac 



tgaaa^atttgagagcatgaagagcttattatcaa 1837 



Figure 10-1 

Secuence Alignment of bcap73 against Tentative Human Concensus (THC, Contiguous Secuences 
™c244788THC143090THCI86491 THC213238(fromTIGR) 

- 905/1092 (82%), Gaps = 4/,092 (0%, 

Query=bcap73 cDNA 
Sbjct=THC seq 

SMot, 6S lUci.=Ui.g.aaaggiii.gi.g.g."gtgaca=t.c.tgc=g,.att.rag«c. 125 
s.3=t: ^2S i,i.U.ggig«lUc«aiUiiag„tg=,tt„ggt..aa.atg=c=ca,ttgtc.g 18 = 
s.jc., 1S6 iikUgligi-^UUiiiii"»Uial=ag.g.aaga,==.,a..g.=c,gttat 

Sbjct, 246 iaglgcigUiiialigilUgtg«agtg.ag.agaagtc.ag..aa.=aagca.gaga 30S 

3.3. .a..gaaggaga.„.ea«c«^ ^^'^ 

s„jct, 306 iUiiligi".UUggi9iit.t.a==cttcaga,.g.«.gag.g.yaaga=agttc 365 

Sbjct. 366 tiiiiglg.igi"="9"«95'"-3ag=.ttaagcagaaaaa=.g.cg,gctaaa=, .25 

s.j«, .26 ailigi»iilgii"U=.ilgiiiUia=gg.agta.agaatgtgaaagagaag«ag .65 



Figure 10-2 



s^j«, 606 ,tci.iUUUii"UU9i"9c...99tgtt,=g.g..ag.gcagc.3.c,gtg. 665 
3,,«, 666 iLiimi.tiLtUtUUUi-iaLgaa«c«c„ta.=cctggcag,gca« V25 

3355 -^--'---ntnittnin'tnmnnnnnritnnmtiu 

SMct, 726 ii,iig.UilaiiUUiiiUglU.agttgga,tcat.aa,g=c,g=tt9ag.gaaa 7B5 

3»5 --•--n-^:niiturimnM HMnn-itniTnntt 

Sbjct: 785 aggaagaagaaagccaaaacaaaatggaagaagtctccaaacttcagc gg ga 
.„e.., 3,75 ..«aaa=..gcg«_»agag.^ 

3.,.., „6 iUiliiiiiigLiia..a.a.liUUiUa^agagg.a,t.g.=t.,.c„aat.ta ,05 
,06 UiiiU.lim.gi»UiUiiiiUiiiii".c«aaa.gaaa,.«ggc=...c ,65 

s.i«: ,66 [liiii^alUimUgligi-i««aggiaU».gca.g=c™,aaa3aaggaaa.at .03. 

.355 c.gc.aaaga.gagaaggaa..gc.c„« 
s.,«, .035 m.ciilUUigiUii-"«i3i-«i««".agscagg.a.ttaaggg.=ag, 3033 



Figure 10-3 



Query: 4215 aggaacgatgtg 4226 

llllllllllll 
Sbjct: 1083 aggaacgatgtg 1094 
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